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Common bean (Phaseolus vulgaris L.) is considered one of the world’s most important
legumes, and anthracnose, caused by Colletotrichum lindemuthianum (Sacc. & Msgn.)
Bri. & Cav., is a major disease of the crop, causing losses of up to 100% (Schwartz, 1991;
Beebe and Pastor-Corrales, 1991). Co-evolution is known to have occurred between fungal
pathotypes and the common bean’s two gene pools (Balardin and Kelly 1998; Melotto et
al., 2000). Congruent with this co-evolution, the best sources of resistance for breeding
programs are often found in complementary gene pools. To assess the potential impact of
both pathogens on the snap and dry bean Spanish production, 47 snap bean cultivars and
137 breeding lines obtained from a total of 23 dry bean cultivars were inoculated with
Andean races 17, 73, 448 and 1545 and Mesoamerican races 7, 23, 39, 55 and 102 of
anthracnose. To further evaluate the effectiveness of the markers in selecting for resistance
to be used in plant-breeding programs, it was compared the markers and observed
phenotypes for bean cultivars inoculated with isolate of anthracnose. This report extends
our knowledge of the virulence of pathotypes of C. lindemuthianum to Andean and
Mesoamerican genetic material in Spain. In general, the Andean and Mesoamerican
pathotypes infect Andean and Middle American germplasm, respectively. The independent
evaluation of races 7, 23 and 55 showed a relatively high level of susceptibility in
germplasm for both gene pools. Race 73 presented a high percentage of susceptibility in
Andean accessions compared to the Mesoamerican accessions, while race 1545 had a
pathogenity similar in both gene pools. The reactions of the genotypes to the nine
pathotypes of C. lindemuthianum tested provide valuable information for breeders and
farmers.
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